Western analysis with a PANK1 antibody detecting all three known PANK1 isoforms. Different expression plasmids or the control vector pcDNA3.1(+) were transfected into HCT116 cells. 24 h after transfection cell lysates were separated by SDS-PAGE and PANK1 was detected. The calculated molecular weights of the three different known PANK1 isoforms are given. Supplementary Figure S3 Pri 7,2  up  zinc finger protein 36, C3H type-like 2  218988_at  SLC35E3  7,1  up  solute carrier family 35, member E3  223474_at  C14orf4  7,1  up  chromosome 14 open reading frame 4  203627_at  IGF1R  7,1  up  Insulin-like growth factor 1 receptor  213435_at  SATB2  7,1  down  SATB family member 2  221858_at  TBC1D12  7,1  up  TBC1 domain family, member 12  1556744_a_at 3,3  up  protein phosphatase 1, regulatory subunit 3D  238002_at  GOLPH4  3,3  up  golgi phosphoprotein 4  241879_at  3,3  up  Transcribed locus  213028_at  NFRKB  3,3  down  nuclear factor related to kappaB binding protein  203797_at  VSNL1  3,3  up  visinin-like 1  218027_at  MRPL15  3,3  down  mitochondrial ribosomal protein L15  1554149_at  C3orf4  3,3  down  chromosome 3 open reading frame 4  203214_x_at  CDC2  3,3  down  cell division kinase N2  227250_at  KREMEN1  3,0  up  Kringle containing transmembrane protein 1  202645_s_at  MEN1  3,0  down  multiple endocrine neoplasia I  235174_s_at  3,0  down  CDNA clone IMAGE:5286843  219518_s_at  ELL3  3,0  up  elongation factor RNA polymerase II-like 3  212538_at DOCK9 3,0 up dedicator of cytokinesis 9 212842_x_at /// 3,0 up RAN binding protein 2-like 1 /// similar to Ran-binding protein 2 /// similar to RAN-binding protein splicing factor, arginine/serine-rich 2 hsa-mir-636 3,1 down * more than one fold change value for a gene results from redundant probe sets on the employed microarray Table S3 Target gene prediction miRNA-107 Intersection of miRanda, Pictar and Targetscan (Gene Symbol)   ADAMTSL3  HTR4  WNT3A  AFF2  ITGA2  YWHAH  ALS2CR13  JAKMIP2  ZBTB10  ANK1  KIAA1033  ZFPM2  ARL6IP2  KIF21A  ZHX1  ARL8B  KIF23  ZHX3  ARMC1  KIF3B  ZNF650  AXIN2  KIF5A  BACH2  KPNA1  BAI1  LATS2  BCL11A  LRP1  BDNF  LRP1B  BSDC1  LRRC55  BTG2  LRRN3  C16orf72  MARCH3  C20orf39  MTMR4  CAB39  MTSS1  CACNA2D1  MYB  CAMKV  NDEL1  CAPZA2  NEDD9  CDC37L1  NF1  CDK6  PDCD10  CELSR2  PHF20  CFL1  PLAG1  CHRM1  PNN  CHST11  PRMT8  CNTNAP1  PURB  CPEB3  RAB10  CRELD1  RAB11FIP2  CXorf23  RAB1B  DCBLD2  RAI14  DCUN1D4  RAP2C  DICER1  RASL12  DLL1  RASSF5  DYNC1LI2  RBM24  EIF2C1  RGS4  EIF2C4  RNF125  EIF4B  RNF38  EIF5  RSBN1  EPHA7  RSPO3  ESRRA  RYBP  FAM81A  SATB2  FCHSD1  SNF1LK2  FGF2  SNRK  FLOT2  SRGAP1  FOXJ2  ST8SIA3  GLUD1  SUFU  GLUD2  SYNJ1  GPC6  TAF5  HERC2  TGFBR3  HIC2  TGIF2  HISPPD1  TMEM16C  HLF  TSPAN5  HRB  UBXD8   Table S4 Gene Ontology enrichment analysis Significantly enriched GO-terms in the set of 115 putative miRNA-107 target genes. All terms below a significance cut-off at p<0.1 are given.
Term Adjusted pvalue
GO biological process at level 3 regulation of biological process (GO:0050789) 0.0009 multicellular organismal development (GO:0007275) 0.024 cell cycle (GO:0007049) 0.068 cell division (GO:0051301) 0.068 cellular component organization and biogenesis (GO:0016043) 0.086
GO biological process at level 4 negative regulation of biological process (GO:0048519) 1.42*10 -5 regulation of cellular process (GO:0050794) 0.0001 regulation of developmental process (GO:0050793) 0.002 pattern specification process (GO:0007389) 0.007
GO biological process at level 5 negative regulation of cellular process (GO:0048523) 9.72*10 -6 regulation of cell differentiation (GO:0045595) 0.0002 regionalization (GO:0003002) 0.026 negative regulation of developmental process (GO:0051093) 0.027 determination of symmetry (GO:0009799) 0.066 regulation of cell cycle (GO:0051726) 0.082 GO cellular component at level 9 microtubule cytoskeleton (GO:0015630) 0.011 cytoskeletal part (GO:0044430) 0.051
